Abstract. DNA fingerprinting was used to compare levels of genetic variation among 75 wild Hawaiian Geese, or Nene (Branta sandvicensis), from six populations on the islands of Hawaii, Maui, and Kauai and between the six wild populations and a captive colony of 29 Nene. Mantel tests were used to determine differences in similarity coefficient distributions (amount of genetic similarity among individuals within each population) among wild Nene and between wild and captive Nene. Nene from Hawaii Volcanoes National Park on the island of Hawaii had the lowest similarity coefficient distribution, whereas Nene on Kauai had the highest. Captive birds had an intermediate similarity coefficient distribution when compared to wild populations. No unique DNA fingerprint fragments were found in wild birds when compared to captive birds. Successful recruitment of migrants might have decreased similarity at Hawaii Volcanoes National Park, whereas inbreeding and captiverelease techniques might have increased similarity on Kauai. Varying levels of inbreeding or fixation by drift might explain differences in similarity coefficient distributions between wild and captive populations.
To further enhance genetic management practices of both wild Nene and captive Nene destined to be released, genetic assessment of wild populations is necessary. Therefore, I used DNA fingerprinting to compare levels of genetic variation among six wild populations of Nene on the islands of Hawaii, Maui, and Kauai. I also compared wild Nene with Nene from one captive colony to determine genetic differences among the populations and to determine the presence of unique fingerprint fragments in wild birds not currently found in the captive birds' gene pool. If unique fragments are found, the wild individuals can be captured and used in the propagation WI effort to increase the genetic variation of captivereleased birds. 
STUDY SPECIES AND AREA

RESULTS
DNA fingerprints, similarity coefficient distributions, and mean similarity coefficients revealed low levels of genetic diversity among wild Nene populations (Figs. 2 and 3; Table 1 ). Although similarity coefficients of Nene from HVNP ranged lower than those from any other area, all populations revealed high degrees of similarity ( Fig. 3; Table l) , with many shared DNA fingerprint fragments among populations (Fig. 2) . The total number of bands scored for each Nene ranged from 52-8 1; mean number of Mean band-sharing probabilities and allele frequencies revealed similar patterns, with Nene from HVNP and Kahuku having the lowest means, Kauai the highest, and Nene from Keaau, Maui, and Puuwaawaa having intermediate means (Table 1) . Accordingly, the number of alleles per locus was highest in Nene from HVNP and lowest in Nene on Kauai (Table 1) . 1986 ). At Kahuku, the low similarity coefficient distribution might not be indicative of the overall population, because sample size was small (i.e., three birds). Further, two of these Nene were captive releases from Pohakuloa/Olinda. Their similarity coefficient was 0.68 1, a number similar to the mean at Olinda (0.666; Rave et al. 1994). In contrast, the third bird was unbanded, and similarity coefficients between it and the captive releases were lower: 0.6 10 and 0.627. Larger sample sizes are needed to determine the reliability of Kahuku' s similarity coefficients.
Similarity coefficient distributions of Nene at Keaau and on Maui were similar to one another and intermediate in their values, probably because these Nene were derived solely from captive releases. The highest similarity coefficients were found at Puuwaawaa and on Kauai. Unlike other populations, Nene at these sites were captured during late spring and early summer, when flocking of family groups occurs (Elder and Woodside 1958) and when capturing more than one Nene at a time was not unusual. Because all birds were previously unbanded, they were assumed to be unrelated. However, high similarity among birds could suggest that some related individuals (i.e., parent/offspring or siblings) were inadvertently classified as unrelated in the analyses.
Inbreeding also can contribute to the high similarity found at Puuwaawaa and on Kauai. During the 1960s and 1970s captive goslings were reared in large groups, regardless of family origin. The lack of defined family groups can prevent correct sibling imprinting among goslings. Additionally, offspring from the same parents were released at the Keauhou II Sanctuary, of which Puuwaawaa is a part, over many years ( Although no unique DNA fingerprint fragments were found among wild birds, not all populations on Hawaii were sampled. In the 1950s prior to the first release of captive birds, wild Nene bred within the Keauhou I Sanctuary, and they summered near the Kipuka Ainahou Sanctuary (Elder and Woodside 1958). DNA fingerprints ofNene from these populations are needed to adequately determine the existence of unique alleles. If any are found, these birds could be used in the propagation and release programs to further enhance the genetic diversity of captive and wild Nene.
